Abstract With the increasing advances in Brassicaceae genetics and genomics, considerable progress has been made in the transformation of Brassicaceae. Transformation technologies are now being exploited routinely to determine the gene function and contribute to the development of novel enhanced crops. Agrobacterium-mediated transformation remains the most widely used approach for the introduction of transgenes into Brassicaceae. In Brassica, the transformation relies mainly on in vitro transformation methods. Nevertheless, despite the significant progress made towards enhancing the transformation efficiencies, some genotypes remain recalcitrant to transformation. Advances in our understanding of the genetics behind various transformations have enabled researchers to identify more readily transformable genotypes for use in routine high-throughput systems. These developments have opened up exciting new avenues to exploit model Brassica genotypes as resources for understanding the gene function in complex genomes. Although many other Brassicaceae have served as model species for improving plant transformation systems, this paper summarizes on the recent technologies employed in the transformation of both Arabidopsis and Brassica. The use of transformation technologies for the introduction of desirable traits and a comparative analysis of these as well as their future prospects are also important parts of the current research that is reviewed.
Introduction
The Brassicaceae family includes many economically important edible and industrial oilseed, vegetable, condiment, and fodder crop species. Cultivated Brassica species are a group of crops most closely related to Arabidopsis thaliana, and are members of this family. Oilseed Brassicas are found within Brassica juncea, Brassica carinata, Brassica rapa and Brassica napus, and are commonly called oilseed rape. Vegetable Brassica are an important and highly diversified group of crops grown worldwide, and belong mainly to the species B. oleracea, as well as B. rapa and B. napus. This group includes plants such as broccoli, Brussels sprouts, cabbage, cauliflower, collards, kale, kohlrabi, rutabaga, and turnip. Brassica vegetables contain little fat, and are sources of vitamins, minerals, and fiber. Several species, e.g., Camelina sativa, Crambe abyssinica, Eruca vesicaria, have potential as new edible oil/protein crops, biodiesel fuel crops, or platforms for bioproducts or molecular farming (Warwick et al. 2006 ). The family is also known for its more than 120 weedy species, several of which are important cosmopolitan agricultural weeds (e.g., wild mustard (Sinapis arvensis)), stinkweed (Thlaspi arvense) while others form crop-weed complexes (e.g., Raphanus sativus-Raphanus raphanistrum). Several of these related weeds are able to exchange genes, including transgenes, with crops under natural field conditions (reviewed in Warwick et al. 2003 Warwick et al. , 2008 , potentially increasing weediness. Although most research in Brassica crops has been performed on oilseed and vegetable biotypes, rapid-cycling Brassica biotypes of various species have gained attention.
In recent years, considerable research has been conducted in the transformation and molecular breeding of Brassicas. As a research tool, transformation initially focused on the overexpression of the gene(s) of interest using the genes isolated from models and then later homologous crop genes, or the use of reporter genes to assess specific endogenous promoters. Most of the common reverse genetics approaches (the ability to knock out or silence genes) are also based on transformation techniques, such as T-DNA insertion (Alonso et al. 2003) , RNAi (Horiguchi 2004) , artificial miRNA (Schwab et al. 2006) , antisense (Ecker and Davies 1986), or the newly developed "target mimicry" techniques (for knocking down miRNA function) (Franco-Zorrilla et al. 2007 ). All of these techniques have been shown to work in A. thaliana and are also now beginning to be applied in Brassica species. Areas of particular interest include biotic and abiotic stress tolerance (Cao et al. 2008; Purty et al. 2008) , oil synthesis (Mietkiewska et al. 2008 ) and plant architecture (Østergaard et al. 2006) . With increasing knowledge of the function of genes, as well as the development of techniques for plant transformation, the potential for further improvement through Genetic Modification (GM) of these species is also considerable. To date, GM B. napus is the only Brassica species to gain commercial regulatory approval. GM herbicidetolerant B. napus (canola) was the fourth most planted On the other hand, the public perception of GM technology still hinders its global advancement, particularly in Europe. In the developed world, so-called next generation traits, such as modified oils containing increased Omega-3 fatty acids or broccoli with increased levels of antioxidants, as well as other such consumer-targeted traits that are likely to gain public acceptance.
This review presents relevant research with a view towards improving Brassicaceae crop plants with potential and desirable traits. This includes transgenesis and the advances made to Brassicaceae transformation methods, particularly the main Brassica species, as well as a discussion on how this technology can be exploited further to improve of Brassicaceae crops.
Genetic transformation
The relative ease of transformation and access to complete genomic sequences in Arabidopsis have led to an range of forward and reverse genetic approaches that provide great insight into the gene function. On the other hand, conservation of the gene function between Arabidopsis and Brassica can still be confirmed using transgenic approaches, such as complementation of an Arabidopsis mutant phenotype with a Brassica orthologue or mimicking overexpression phenotypes in both Arabidopsis and Brassica. Transformation systems have been developed in almost all economically important species of Brassica, such as B. juncea (Barfield and Pua 1991), B. napus (Moloney et al. 1989) , B. rapa (Radke et al. 1992) , B. oleracea (de Block et al. 1989) , B. nigra (Gupta et al. 1993) , and B. carinata (Narasimhulu et al. 1992) . Poulsen (1996) reviewed a range of methods used for Brassica transformation and the factors affecting transformation efficiencies. Agrobacterium -mediated transformation (either A. tumefaciens or A. rhizogenes) still remains the favored delivery approach for the introduction of transgenes into most dicotyledonous plant species and is rapidly becoming a common practice for an expanding range of monocots (Bartlett et al. 2008) .
Agrobacterium-mediated transformation
Interest in transforming Arabidopsis followed the adoption of A. thaliana as a model plant species in the 1980s (reviewed by Somerville and Koorneef 2002) , with a tissue culture-based A. tumefaciens-mediated transformation first reported in 1986 by Lloyd et al. (1986) and An et al. (1986) . Further improvements in these methods were achieved using an in vitro root transformation method, which was recently adapted for Arabidopsis lyrata (FobisLoisy et al. 2007 ). Many publications reported improvements to tissue culture conditions and the use of reporter genes to determine the transformation efficiencies but the major limiting factor in many recalcitrant genotypes was still the poor tissue culture response and insensitivity to Agrobacterium. Progress was later made to identify and develop protocols that worked for a wider range of genotypes and Brassica species (Sparrow et al. 2006a; Bhalla and Singh 2008) , as well as to identify suitable genotypes for use in routine transformation studies to test the gene function (Cardoza and Stewart 2006; Gasic and Korban 2006; Sparrow et al. 2006b ). The simplest approaches using hypocotyls and cotyledons for Brassicaceae crop plants are described by different authors in different times with maximum transformation efficiency are mentioned in Table 1 . In cotyledon method, generally cotyledonary petioles dipped into a suspension of A. tumefaciens and co-cultivated for 72 h on selection-free media before transferring to a basic MS basal medium supplemented with between 2 and 4 mg/l 6-benzyl-aminopurine (BAP). The explants were then
